were compared by deoxyribonucleic acid (DNA)-DNA hybridization and phenotype. By DNA-DNA hybridization (3H-labeled DNA, 65"C, nitrocellulose filter method), the type strain of Y. regensburgei was highly related (99%) to the type strain of K. trabulsii and highly related (78 to 100%) to the other strains of both species. The type strain of K. trabulsii was highly related (80%) to the type strain of Y. regensburgei and highly related (80 to 98%) to the other strains of both species. Y. regensburgei and K . trabulsii were almost identical phenotypically based on 68 phenotypic characteristics studied in Japan and 47 biochemical tests done in the United States. Based on their extremely close relationships by both molecular and phenotypic methods, we concluded that all 14 strains should be classified in a single species. The present Bacteriological Code does not indicate whether Y. regensburgei or K . trabulsii is the correct name for this species. Similarly, the recent proposal (April 1986) to emend the Bacteriological Code does not consider some of the unique features of this case. For these reasons, a Request for an Opinion will be made to the Judicial Commission to resolve this nomenclatural question. In the meantime, we recommend that both species names be written together with one name in parentheses.
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Yokenella regensburgei, formerly known as NIH biogroup 9, was proposed as a new genus and species in the family Enterobacteriaceae by Kosako et al. (7) The phenotypic similarity of the two organisms was recognized very early (3, and strains were exchanged between our laboratories. The purpose of this paper is to present results of our collaborative studies of the two species based on phenotypic characterization and deoxyribonucleic acid (DNA)-DNA hybridization.
MATERIALS AND METHODS
Bacterial strains. The 14 strains studied in Japan are listed in Table 1 . Nine strains were from the Japan Collection of Microorganisms (JCM) (8) , and the rest were from the Enteric Bacteriology Section, Centers for Disease Control (CDC), Atlanta, Ga. (6) . The type strains of Escherichia coli and Hafnia alvei used in the DNA relatedness study were also obtained from the JCM. All strains had been maintained at room temperature (15 to 25°C) in semisolid medium agar (1% Casitone, 0.3% yeast extract, 0.5% sodium chloride, Phenotypic tests done in Japan. Commercial media were used whenever available. Standard determinative tests (2, 7) were done with some modification as listed in Table 2 . The oxidase test was done by the Kovacs method, and gelatin liquefaction was by the Kohn method. Fermentation of carbohydrates was studied with the API 20E system (Analytab Products, Plainview, N.Y .).
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Phenotypic tests done in the United States. Standard test methods (3-5) were used to characterize 5 strains from the JCM and 12 strains from the CDC collection.
DNA relatedness. Isolation and purification of DNA was done as previously described (7). DNA relatedness was determined for all of the 14 strains, E. coli (JCM 1649T), and H. alvei (JCM 1666*). DNA preparations of Y . regensburgei (NIH 725-83T = JCM 2403") and K. trabulsii (CDC 3449-72T = ATCC 35313T) were labeled with tritium by a commercial in vitro nick translation system (NEN-005; New England Nuclear Corp., Boston, Mass.). The relatedness of labeled DNA prepared from the type strain to unlabeled DNA of the other strains was determined by the nitrocellulose filter method at 56°C. All results in this paper were obtained in Japan by the above method. Reference 5 gives the original DNA-DNA hybridization results for K . trabulsii.
RESULTS
DNA-DNA hybridization. DNA-DNA hybridization, which measures evolutionary distance, indicated that Y . regensburgei and K . trabulsii are very closely related and clearly belong in the same species. The type strain of Y. regensburgei was 99% related (Table 1) to the type strain of K . trabulsii and more than 90% related to 10 of the 11 other strains. Similarly, the type strain of K . trabulsii was 80% related (Table 1) to the type strain of Y . regensburgei and 80% or more related to all of the other strains. As previously shown (5, 7), the type strains of Y. regensburgei and K . trabulsii were only distantly related to E. coli, H . alvei (Table l) , and other Enterobacteriaceae.
Phenotypic analysis. Results in both laboratories clearly showed that Y. regensburgei and K . trabulsii are phenotypically indistinguishable. Table 2 contains the results of 68 phenotypic tests done in Japan. A few strains varied on one test, but the two organisms were almost identical. Similar results were found at the CDC. We agree that there are no phenotypic differences between the two species.
DISCUSSION
Although the type strains of Y . regensburgei and K . trabulsii came from different sources, an insect intestine and a human wrist wound, respectively, our studies indicated that they should be classified in the same species. This is clear from both DNA-DNA hybridization and phenotypic testing. Since the two species have different type strains, they should be considered as being subjective synonyms. Thus, the only remaining question is which of the two validly published names has priority under the Bacteriological Code (8). The Bacteriological Code is not clear on this point. Recently the Rules Revision Committee of the Judicial Commission (9) published a proposal to emend the Bacteriological Code. Proposal 1 was written to help resolve the priority of names which gain standing in the nomenclature in the same issue of the International Journal of Systematic Bacteriology. Our case has several unique features, and it occurred before the proposed procedure (9) to ensure priority of the earliest published name. For this reason we are 
